ABSTRACT A hemagglutinating virus isolated during routine surveillance in ostriches was sequenced, identified as avian orthoavulavirus 1 (AOaV-1), and classified as a class I genotype 1.2 virus, with recent common ancestors in Eurasian wild ducks. This is the first class I AOaV-1 isolate from Africa and the first identified in ostriches.
classified as genotype 1.2 within class I of AOaV-1 ( Fig. 1) (1). The fusion protein cleavage site motif, a critical determinant of virulence (5), was 112 GERQERL 117 , i.e., lacking dibasic amino acid pairs and phenylalanine at position 117, thus confirming the avirulent pathotype.
This is the first complete genome sequence for a class I AOaV-1 virus from the African continent and the first from ostriches. It reiterates that South Africa is at the end of a migratory funnel for wild waterfowl that breed in Eurasia and harbor viruses that they are capable of spreading over vast distances. Data availability. The complete genome sequence and associated data of ostrich/ South Africa/283684/2014 have been deposited in GenBank under accession number MK878453, BioProject accession number PRJNA549564, experiment number SRX6092860, and BioSample accession number SAMN12091794.
